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Coronaviruses contain a positive stranded RNA genome of 18kb. After 
infection 5 to 6 subgenomic mRNAs are made consisting of a body and 

a 70 nucleotide leader sequence joined together by a sofar unknown 
mechanism of discontinuous transcription (1-3). For a murine coronavirus it 
has been proven that the leader corresponds to the 5' terminus of the 
genome (1,2). The addition of the leader is a transacting process (4). 

cDNA clones were made to genomic RNA of avian coronavirus IBV-M41; clones 
representing the 5' end of the genome were selected by hybridisation with a 
synthetic oligonucleotide complementary to the IBV mRNA A leader sequence 
(3). The following sequence was obtained: 


TATATATCTCATCACACTAGCCTI'GCGCTAGATTTCCAACTTAACAAAACGGACTTAAA 60 

TACCTACAGCTGGTCCTCATAGGTGTTCCATTGCAGTGCACTITAGTGCCCTGGATGGC 120 
ACCTGGCCACCTGTCAGGTTTTTGTTATTAAAATCTTATTGTIGCTGGTATCACTGCTT 180 
GTTTTGCCGTGTCTCACTTTATACATCCGTTGCTTGGGCTACCTAGTATCCAGCGTCCT 240 


The sequence is identical to that of another isolate of IBV-M41 (7). The 
underlined stretch AACTTAACAA is very similar to the nucleotide sequence at 
the leader/body junctions (intergenic regions) of the IBV-M41 mRNAs E, D 
and C (5,6) indicating that base pairing between the leader/polymerase 
complex and the intergenic regions on the negative stranded template could 
be an important feature of the leader-primed viral mRNA synthesis, 


Potential base pairing regions between the leader (bottom line) and the 
complement of these three intergenic regions on the negative strand 
(upperline) are: 


D/C ATACCATCTTTTGAATTGTTAGGC E/D | TGCTACACCATTGACTTGTTTTGT 
* % eo ooo Ro fotoiotok 


CTAGATTTCCAACTTAACAA CTAGATTTCCAACTTAACAA 


F/E AATTAAACTTTTGACTIGTITICT 
*k he eee Sok 


CTAGATTTCCAACTTAACAA 


1. Spaan, W.J.M. et al. (1983) EMBO J. 2, 1839-1844, 

2. Lai, M.M. et al. (1984) Proc. Natl. Acad. Sci. USA. 81, 3626-3630. 

3. Brown, T.D.K. et al. (1984) J. Gen. Virol. 65, 1437-1442. 

4. Makino et al. Proc. Natl. Acad. Sci. USA 83 (1986) 4204-4208. 

5. Niesters, H.G.M. et al. (1986) Virus Research in press. 

6. Niesters, H.G.M. et al. (1986) Nucl. Acids Res. 14, 3143, 

7. Brown et al. (1986) J. gen. Virol. 67, 221-228. 

The investigations were supported by the SON with financial aid from ZWO 


7806 © IRL Press Limited, Oxford, England. 


SIOZ ‘L Ae UO JaJUAaD [eoIpay] psosuLys ye /3.10'speumolpsofxo-seu//:dyyy Wor popeojumog 


